The original study of RP013 consisted of 54 people examined for genetic markers. Another 35 members have now been typed and one child in the original analysis whose RP status was uncertain has been deleted from this analysis. In addition to these 88 subjects, the linkage analysis included 40 people
Retinitis pigmentosa (RP) is the generic name given to a group of retinopathies sharing similar clinical manifestations but having a variety of aetiologies. The disease may be inherited as a simple Mendelian trait with autosomal dominant, autosomal recessive, or X linked transmission. It can also occur sporadically or as a component of several syndromes.1 2 We have previously reported the results of linkage analysis on a large pedigree (RPO1) with typical autosomal dominant RP.3 Although some of the findings were modified when the computer analysis was revised,4 the lod score for RP with Rh blood group was unaltered and suggested linkage (maximum Z=+2.50 at 10% recombination). It therefore appeared worthwhile to extend the linkage analysis by collecting data from additional members of RPO1 as well as from other pedigrees exhibiting typical autosomal dominant RP. We present the results of this effort here.
Materials and methods
The original study of RP013 consisted of 54 
